. Statistics of the SAXS data collected at X33-DORIS and P12-PETRA III beamlines for BAZ2B and TIP5, respectively. Included are the data collection parameters, structural parameters, molecular mass determination and the software employed for the data processing and model determination.
EXTENDED EXPERIMENTAL PROCEDURES Constructs
The cDNAs encoding tandem PHD zinc finger and bromodomain of human TIP5
(residues 1673-1901, UniProt: Q9UIF9) and human BAZ2B (residues 1928-2168, GeneBank: Q9UIF8) were synthesized by GenScript with codons optimized for E. coli.
expression and were subcloned into a modified pET15 vector using NdeI/XhoI sites for expression as recombinant proteins with a His6 tag fused with small ubiquitin like modifier (SUMO)-1 fusion tag at the N terminus. cDNA sequences were used as a template to amplify single PHD zinc fingers (residues 1673-1728 for TIP5; residues 1928-1983 for BAZ2B) and bromodomains (residues 1797-1899 for TIP5, residues 2054-2168 for BAZ2B) regions. Single PHD zinc fingers were introduced into the same modified SUMO tagged plasmid whereas single bromodomains were further subcloned into pET28 derived expression vectors, pNIC28-Bsa4 using ligation independent cloning (Stols et al., 2002) .
Protein Expression and Purification
Best expression constructs encoding all target proteins were transformed into E. coli 
